The genus Gluconacetobacter was suggested to be subdivided into two genera based on the phylogenetic relationships deduced from 16S rRNA gene sequences and phenotypic, ecologic and chemotaxonomic characteristics (Yamada & Yukphan, 2008) . The genus Komagataeibacter was consequently generated and the name validly published for the Gluconacetobacter xylinus group, with the type species, Komagataeibacter xylinus (Yamada et al., 2012a (Yamada et al., , b, 2013 .
The genus Komagataeibacter is characterized morphologically by no motility and no flagellation, and physiologically/biochemically by the production of acetic acid from ethanol, by the oxidation of acetate and lactate to carbon dioxide and water, by growth in the presence of 0.35 % (w/v) acetic acid and by no production of 2,5-diketo-Dgluconate from D-glucose. Strains assigned to the genus Komagataeibacter were mostly isolated from acetous or sugary materials such as vinegar, konnyaku (cellulosic materials formed during vinegar production), kombucha, fruit and fruit juice. At the time of writing, there were eleven species with validly published names accommodated in the genus Komagataeibacter (Yamada et al., 2012b (Yamada et al., , 2013 . However, Gluconacetobacter entanii was not listed in the genus Komagataeibacter, since the type strain of this species is not available in any culture collections including the DSMZ (Schüller et al., 2000; Yamada et al., 2012b) .
Recently, three species of the genus Gluconacetobacter were described, Gluconacetobacter kakiaceti, Gluconacetobacter medellinensis and Gluconacetobacter maltaceti (Iino et al., 2012; Castro et al., 2013; Slapšak et al. 2013a, b) , which were phylogenetically included within the lineage of the genus Komagataeibacter. This paper proposes new combinations for these three species.
A phylogenetic tree based on 16S rRNA gene sequences of 1283 bp was reconstructed by the neighbour-joining method (Saitou & Nei, 1987) for all known species of the genus Komagataeibacter, as described previously (Yamada et al., 2012a) . The type strain of Acetobacter aceti was used as an outgroup. As shown in Fig. 1 , the resulting topology of the phylogenetic tree was similar to that of the Gluconacetobacter xylinus group in the phylogenetic tree reconstructed by Slapšak et al. (2013a) , which contained Gluconacetobacter xylinus (5Komagataeibacter xylinus, the type species of the genus Komagataeibacter). The type strains of Komagataeibacter kakiaceti comb. nov. and Komagataeibacter medellinensis comb. nov. were likely to constitute independent clusters, respectively. The most closely related species to Komagataeibacter maltaceti comb. nov. was Gluconacetobacter entanii. However, the phylogenetic branch between the two species was longer than that between Komagataeibacter europaeus and Komagataeibacter swingsii (Slapšak et al. 2013a) . The results obtained confirmed that the three species listed above were phylogenetically independent in the genus Komagataeibacter and should therefore be reclassified as novel combinations in this genus. The description of the species is the same as that of Gluconacetobacter medellinensis provided by Castro et al. (2013) .
The type strain is LMG 1693 T (5NBRC 3288
. Kondô & Ameyama (1958) reported three isolates identified as Acetobacter xylinum (sic) (5Komagataeibacter xylinus), one of which was probably deposited as IFO 3288 (5NBRC 32885Kondo 51, from vinegar). In 1969, a culture of strain IFO 3288 was inoculated and incubated on agar plates for a purity check, and two types of colonies were found (Yamada et al., 1969 (Yamada et al., , 1976 . One showed cellulose-forming ability and was a very small, white and non-glistening colony, and the other showed no cellulose-forming ability and was a large, white and glistening colony. Such a cellulose-forming strain was also found in a culture of strain IFO 3288 (Tanaka et al., 1998 (Tanaka et al., , 2000 . The type strain of Gluconacetobacter medellinensis was obviously designated based on the strain without the cellulose-forming ability mentioned above. The description of the species is the same as that of Gluconacetobacter maltaceti provided by Slapšak et al. Gluconacetobacter entanii LTH 4560 T (AJ251110) Fig. 1 . Neighbour-joining tree based on 16S rRNA gene sequences of species of the genus Komagataeibacter. Acetobacter aceti NBRC 14818 T was used as an outgroup. Numbers at branching points indicate bootstrap percentage values based on
